Supplementary Methods
Chinese leprosy study subjects.
Data included in this study consisted of two published studies. The first study had 706 subjects with leprosy and 1,225 healthy controls of northern Chinese Han descent 1, 2 , while the second one consisted of 842 subjects with leprosy and 925 healthy controls of Chinese population (including minority groups) 1, 2 .
Phasing and Imputation of the GWAS datasets
Phasing was performed using SHAPEIT2 version 2 3 software, which was followed by a two-level imputation using IMPUTE 4 The imputed genotypes were filtered by removing monomorphic SNPs, SNPs with info score <0.5, and SNPs that deviated from Hardy-Weinberg equilibrium in controls at P < 1×10 -5 .
Genotyping in replication datasets
Chinese leprosy. Six SNPs were genotyped at the Shandong Provincial Key Laboratory for Dermatovenereology by using Sequenom MassARRAY platform according to manufacturer's instructions. Conducted in the same laboratory, the second replication phase included two SNPs using TaqMan genotyping platform on a 7900 HT Fast Real-Time PCR System (Applied Biosystems) according to manufacturer's instructions.
Korean CD. Validation of rs6478108 and rs4979462 were done using the TaqMan SNP genotyping assays. Japanese PBC. Four SNPs were genotyped by using TaqMan genotyping platform on a Light-Cycler (Roche) according to manufacturer's instructions.
Statistical Analysis
Association analysis. For the analysis of the Chinese leprosy GWAS datasets, we included the first five principal components as covariates to control for the impact of population stratification as described before 2 . Subsequently, follow-up samples that were used for validation were also separated into northern and southern Chinese before performing association analysis.
As for the analysis of the Korean CD and Japanese PBC datasets, the cases and controls were genetically matched [8] [9] [10] [11] , and no PCs were included as covariates in association analysis.
Supplementary Tables
Supplementary Table 1 
Conditional on rs6478109
Whole Blood (N=206) NA 0.692
Monocytes (N=15) NA 0.348
Conditional on rs4979462
Whole Blood (N=206) 1.11×10 
